This paper contains data related to the research article titled "Characterization of the recombination activities of the Entamoeba histolytica Rad51 recombinase" (Kelso et al., in press) [1]. The known and putative amino acid sequence of Rad51, the central enzyme of homologous recombination, from nineteen different higher and
lower eukaryotic organisms was analyzed. Here, we show amino acid conservation using a multiple sequence alignment, overall sequence identities using a percent identity matrix, and the evolutionary relationship between organisms using a neighbor-joining tree.
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Specifications Table   Subject The Rad51 sequence identity shows the relatedness of Rad51 between many organisms, useful for future genetic and biochemical studies in the presented organisms and in organisms in which Rad51 is uncharacterized.
The neighbor-joining tree data shed light on the phylogenic relationship between Rad51 from several higher eukaryotic organisms and eukaryotic pathogens. This is valuable for studies comparing the phylogeny of other highly conserved homologous recombination genes.
Data
The data described, include supporting information on sequence conservation and identity of Rad51 for the analysis by Kelso et al., in press [1] . A Rad51 amino acid sequence alignment from nineteen different vertebrate and invertebrate organisms is shown. In the alignment, the highly conserved Walker A and B motifs [2, 3] are highlighted, along with amino acids that are completely conserved, and completely positive or negative (Fig. 1) . Also, to emphasize the relatedness of the Rad51 amino acid sequence from each eukaryotic organism, a percent identity matrix is presented (Fig. 2) . Lastly, for phylogenetic analysis, a neighbor-joining tree is presented showing the evolutionary relationship of Rad51 (Fig. 3) . A comparison of Entamoeba histolytica Rad51 to the other species was analyzed in the previously mentioned article [1] and by Lopez-Casamichana et al., 2008 [4] . Fig. 3 . Neighbor-joining tree based on Rad51 protein sequences. The data were retrieved from Clustal2.1, and the tree was constructed using MUSCLE and edited using Geneious 9.1.5.
Experimental design, materials and methods
Rad51 reference sequences for each organism were downloaded from UniProt [5] (http://www. uniprot.org/). Rad51 UniProt sequence identifiers and the corresponding GenBank accession numbers for each of the represented species can be found in Table 1 . Using these amino acid sequences, a multiple sequence alignment was performed using MUSCLE (3.8) [6, 7] (www.ebi.ac.uk/Tools/msa/ muscle/). A percent identity matrix was prepared using data retrieved from Clustal2.1 [8] (www.ebi. ac.uk/). A neighbor-joining tree was assembled from the multiple sequence alignment data using the Jukes-Cantor genetic distance model and edited using Geneious 9.1.5 (www.geneious.com). 
